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Figure 1A 

1 cggacgcgtgggcgcgcagcctggctgacctgatcctggaccagtgccccgaccgcggcg 60 

61 cgccggtgccgcagatgctggcccagccgcagcggctgctcttcatcctggacggcgcgg 12 0 

1 mSaqpqrl|fildgad16 

121 ACGAGCTGCCGGCGCTGGGGGGCCCCGAGGCCGCGCCCTGCACAGACCCCTTCGAGGCGG 180 

17 ELPALGGPEAAP£TDPFEAA 36 

181 CGAGCGGCGCGCGGGTGCTAGGCGGGCTGCTGAGTAAGGCGCTGCTGCCCACGGCCCTCC 24 0 

37 S G A R V E G G & U S K A L B P T A L L 56 

241 TGCTGGTGACCACGCGCGCCGCCGCCCCCGGGAGGCTGCAGGGCCGCCTGTGTTCCCCGC 300 

57 I V T T R AAAPGRfaQGRLCS PQ 76 

301 AGTGCGCCGAGGTGCGCGGCTTCTCCGACAAGGACAAGAAGAAGTATTTCTACAAGTTCT 360 

77 CAEVRGFSDKDKKKYFYKFF 96 

361 T CCGGGATGAGAGGAGGGCCGAGCGCGCCTACCGCTTCGTGAAGGAGAACGAGACGCTGT 42 0 

97 RDERRAERAYRFVKENET 1 F 116 

4 21 TCGCGCTGTGCTTCGTGCCCTTCGTGTGCTGGATCGTGTGCACCGTGCTGCGCCAGCAGC 48 0 

117 AfcCFVPFVCWIVCTV J R Q Q L 136 

481 TGGAGCTCGGTCGGGACCTGTCGCGCACGTCCAAGACCACCACGTCAGTGTACCTGCTTT 54 0 

137 ELGRDLSRTSKTTT S V Y %! L F 156 

541 TCATCACCAGCGTTCTGAGCTCGGCTCCGGTAGCCGACGGGCCCCGGTTGCAGGGCGACC 600 

157 ITSVLSSAPVA DGPRLQGDjf 176 

601 TGCGCAATCTGTGCCGCCTGGCCCGCGAGGGCGTCCTCGGACGCAGGGCGCAGTTTGCCG 660 

177 RNfCRlAREGVLGRRAQFAE 196 

661 AGAAGGAACTGGAGCAACTGGAGCTTCGTGGCTCCAAAGTGCAGACGCTGTTTCTCAGCA 720 

197 KE|EQLELRGSKVQTLFLSK 216 

721 AAAAGGAGCTGCCGGGCGTGCTGGAGACAGAGGTCACCTACCAGTTCATCGACCAGAGCT 7 80 

217 KELPGVLETEVTYQFIDQSF 236 

781 TCCAGGAGTTCCTCGCGGCACTGTCCTACCTGCTGGAGGACGGCGGGGTGCCCAGGACCG 8 40 

237 QEFLAALSYL|EDGGVPRTA 256 

8 41 CGGCTGGCGGCGTTGGGACACTCCTGCGTGGGGACGCCCAGCCGCACAGCCACTTGGTGC 900 

257 AGGVGTL|RGDAQPHSHLVL 276 
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Figure IB 



901 TCACCACGCGCTTCCTCTTCGGACTGCTGAGCGCGGAGCGGATGCGCGACATCGAGCGCC 9 60 
277 TTRFLFGjjLSAERMRDIERH 296 



961 ACT T CGGCTGCATGGTTT CAGAGCGT GT GAAGC AGGAGGCCCTGCGGTGGGTGCAGGGAC 102 0 
297 FG£MVSERVKQEALRWVQGQ 316 



1021 AGGGACAGGGCTGCCCCGGAGTGGCACCAGAGGTGACCGAGGGGGCCAAAGGGCTCGAGG 1080 
317 GQGCPGVAPEVTEGAKGLED 336 



1081 ACACCGAAGAGCCAGAGGAGGAGGAGGAGGGAGAGGAGCCCAACTACCCACTGGAGTTGC 114 0 
337 TEEPEEEEEGEEPNYPLEL| 356 



1141 TGTACTGCCTGTACGAGACGCAGGAGGACGCGTTTGTGCGCCAAGCCCTGTGCCGGTTCC 1200 

357 Y£|YETQEDAFVRQALCRFP 376 

1201 CGGAGCTGGCGCTGCAGCGAGTGCGCTTCTGCCGCATGGACGTGGCTGTTCTGAGCTACT 12 60 

377 ELALQRVRFCRMDVAVLSYC 396 



12 61 GCGTGAGGTGCTGCCCTGCTGGACAGGCACTGCGGCTGATCAGCTGCAGATTGGTTGCTG 1320 
397 VRCCPAGQALRpil SCRLVAA 416 



1321 CGCAGGAGAAGAAGAAGAAGAGCCTGGGGAAGCGGCTCCAGGCCAGCCTGGGTGGCGGCA 1380 

417 QEKKKKS§GKRLQASLGGGS 436 

1381 GTTCTCAAGGCACCACAAAACAACTGCCAGCCTCCCTTCTTCATCCACTCTTTCAGGCAA 14 40 

437 SQGTTKQgPASLLHPLFQAM 456 

1441 TGACTGACCCACTGTGCCATCTGAGCAGCCTCACGCTGTCCCACTGCAAACTCCCTGACG 1500 

457 TDPL£H|SSLTLSHCKLPDA 476 



1501 CGGTCTGCCGAGACCTTTCTGAGGCCCTGAGGGCAGCCCCCGCACTGACGGAGCTGGGCC 1560 
477 VCRDLSEAlRAAPALTE|Gi 496 



15 61 TCCTCCACAACAGGCTCAGTGAGGCGGGACTGCGTATGCTGAGTGAGGGCCTAGCCTGGC 1620 
497 LHNRLSEAGLRMpSEGLAWP 516 



1621 CGCAGTGCAGGGTGCAGACGGTCAGGGTACAGCTGCCTGACCCCCAGCGAGGGCTCCAGT 168 0 
517 QgRVQTVRVQLPDPQRGLQY 536 



1681 ACCTGGTGGGTATGCTTCGGCAGAGCCCCGCCCTGACCACCCTGGATCTCAGCGGCTGCC 17 40 
537 jvGMERQSPA|TTLD|SGCQ 556 



17 41 AACTGCCCGCCCCCATGGTGACCTACCTGTGTGCAGTCCTGCAGCACCAGGGATGCGGCC 1800 
557 |PAPMVTYi*CAVltQHQGCGX. 576 



1801 TGCAGACCCTCAGTCTGGCCTCTGTGGAGCTGAGCGAGCAGT CACTACAGGAGCTTCAGG 18 60 

577 QT|S*ASVE|SEQSLQe£qA 596 

18 61 CTGTGAAGAGAGCAAAGCCGGATCTGGTCATCACACACCCAGCGCTGGACGGCCACCCAC 1920 

597 VKRAKPD lviTHPALDGHPQ 616 

1921 AACCTCCCAAGGAACTCATCTCGACCTTCTGAGGCTCTGGTGGCCAGAGCAGGGTGGAAG 1980 

617 PPKELISTF 625 

1981 ACCCTAGTCAAAGTCCCTGTGGAGAGAACGGCCCATTCCAAGGGCAGGAGGATATTGCTC 2 04 0 

2041 TCGGCCTTTGGGAAACTTTTGAGCCGAGAGGCCGCAGACAGGCATGTGGGAGGCCCAGAC 2100 

2101 ACGGCACCCTGCCCCGTCCAGGACAGGCCCAGGACCTGCCCCTCTCTCCACACCTGGGGT 2160 

2161 ACCCCTTCTCCCCCAGCCCCACCACTACTCCACCCACCTTCCTCTCCTGAGACCCTCCAG 2220 

2221 CCATTCCCCTTGAAAACACCCCCCGACCCCAAGCCACAATAATGACAGCGAGAGCTCCAA 2280 

2281 TTAACTAAGCACCTACCTGGCGGCAGAATAACCCTTCACTGCCTGATCCCCATCTGCAGT 2340 

2341 GTGGCCCAACAGCCCCCAGAACTATGCCCACATAGACTGGAGGTAGGCAGTTCACCGTCC 2400 

2401 CTCCCTGTTAGGAATGAGACCATCCCTGAGGCTATGGCCCAGGCCCACAGGCGTCCAGTG 24 60 

2 4 61 TCTGAGATCTTTGGGAAGGGAGACTAGGGCAGGTGGAGACAGCGCAGAACCCCCGTGCTG 2520 

2 521 GGTGGGAAGCATGACCACATGGTGGGTGAGCAGCCCCCATGCACTGACGGTAAATTCCCC 2580 

2 581 TGTGGACTCATTTCTGTTGGTTTCTATTACACCTGGCCAGGCGTGGTACAATACAGGTCG 2 640 

2 641 GTGCTCACAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 2 689 
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Figure 2A 
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Figure 2B 
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Figure 2C 

1201 1250 
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1251 1300 
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1301 1350 
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1351 1400 
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1401 1450 
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Figure 3 
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Figure 4 




D0066 NP 



Figure 5. 



Protein 


Genbank ID 


Identities 


Similarities 


human caspase recruitment 
protein 7 


gi| 10198209 


36.3% 


44.0% 


human nucleotide binding site 
protein 


gi| 10198207 


35.0% 


42.2% 


human cryopyrin protein 


gi| 17027237 


35.7% 


46.0% 



